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The Biotechnology Systems Branch of the Scientific and Technical Information 
Center (STIC) detected errors when processing the following computer readable 
form: ^ 



Application Serial Number: 



Source: 



Date Processed by STIC: 



_mL^ — 



THE ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 

PLEASE FORWARD THIS INFORMATION TO THE APPLICANT BY EITHER: 

1) INCLUDING A COPY OF THIS PRINTOUT IN YOUR NEXT COMMUNICATION TO THE 
APPLICANT, WITH A NOTICE TO COMPLY or, 

2) TELEPHONING APPLICANT AND FAXING A COPY OF THIS PRINTOUT, WITH A 
NOTICE TO COMPLY 

FOR CRF SUBMISSION QUESTIONS, PLEASE CONTACT MARK SPENCER, 703-308^212. 



FOR SEQUENCE RULES INTERPRETATION, PLEASE CONTACT ROBERT WAX, 703-308-4216. 
PATENTIN 2.1 e-mail help: patin21help@uspto.gOv or phone 703-306-4119 (R. Wax) 
PATENTIN 3.0 e-mail help: patin30help@uspto.gov or phone 703-306-4119 (R. Wax) 

TO REDUCE ERRORED SEQUENCE LISTINGS, PLEASE USE THE CHECKER 
VERSION 3.0 PROGRAM , ACCESSIBLE THROUGH THE U.S. PATENT AND 
TRADEMARK OFFICE WEBSITE. SEE BELOW: 



Checker Version 3.0 

The Checker Version 3,0 apphcation is a state-of the-art Windows based software program 
employing a logical and intuitive user-interface to check whether a sequence listing is in 
compliance with format and content rules. Checker Version 3.0 works for sequence listings 
generated for the original version of 37 CFR §§1.821 - 1.825 effective October 1, 1990 (old 
rules) and the revised version (new rules) effective July 1, 1998 as well as World Intellectual 
Property Organization (WIPO) Standard ST. 25. 

Checker Version 3.0 replaces the previous DOS-based version of Checker, and is Y2K- 
compliant. Checker allows public users to check sequence listings in Computer Readable form 
(CRF) before submitting them to the United States Patent and Trademark Office (USPTO). 
Use of Checker prior to filing the sequence listing is expected to result in fewer errored sequence 
listings, thus saving time and money. 



Checker Version 3.0 can be down loaded from the USPTO website at the following address: 

http://www.uspto.gov/web/offices/pac/checker 



w Sequence Listing Erro|jfcmniary 




ERROR DETECTED SUGGESTED CORRECTION 



SERIAL NUMBER: 



ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH -ALPHA" HEADERS, WHICH WERE INSERTED 



1 Wrapped Nucleics 



Wrapped Aminos 



Incorrect Line Length 

Misaligned Amino Acid 
Numbering 

Non-ASCII 



Variable Length 



Patenlln ver. 2.0 "bug** 



Skipped Sequences 
{OLD RULES) 



O SOFTWARE 



The numberAext at the end of each line "wrapped" down to the next line. 
This may occur if your file was retrieved In a word processor after creating it. 
Please adjust your right margin to .3, as this will prevent "Vrapping", 

The amino acid-numberAext at the end of each line "wrapped " down to the next line. '^CHO 
This may occur if your file was retrieved in a word processor after creating K. 
Please adjust your right margin to .3, as this will prevent Vrapping**. 

The rules require that a line not exceed 72 characters in length. This includes spaces. 

The numbering under each 5th amino acid is misaligned. This may be caused by the'use of tabs 
between the numbering. It is recommended to delete any tabs and use spacing"Eetv?ferY the numbers. 

This file v^s not saved in ASCII (DOS) text, as required by the Sequence Rules. 

Please ensure your subsequent submission is saved in ASCII text^so that it can be processed. 

Sequence{s) contain n's or Xaa's which represented more than one residue. 

As per the rules, each n or Xaa can only represent a single residue. 

Please present the maximum number of each residue having variable length and 

indicate in the (ix) feature section that some may be missing, 

A "bug" in Patentin version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequencej;s) . Normally, Patentin would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section 
to the subsequent amino acid sequence. This applies primarily to the mandatory <220>-<223> 
sections for ArtiHcial or Unknown sequences. 

Sequence(s) missing. If intentional, please use the follov/ing format for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: 

(i) SEQUENCE CHARACTERISTICS:(Do not insert any headings under "SEQUENCE CHARACTERISTICS") 
(xi) SEQUENCE DESCRIPTION:SEQ ID NO:X: 
This sequence is intentionally skipped 

Please also adjust the "(iii) NUMBER OF SEQUENCES:** response to include the skipped sequence(s). 



10 J 



Skipped Sequences 
(NEW RULES) 



Use of n's' or Xaa*s 
(NEWrtllLft)* 



Sequence(s) missing. If intentional, please use the following format for each skipped sequence. 

<210> sequence id number 
t400> sequence id number 
000 

Use of n's and/or JCaa's have been detected in the Sequence Listing. 
Use of <220> to <223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or Xaa. and which residue n or Xaa represents. 



11 



12 



Use of <21 3>Organism Sequence(s) _ 
(NEW RULES) 



Use of <220>Feature 
(NEW RULES) 



are missing this mandator/ field or its response. 



Sequence(s) are missing the <220>Feature and associated headings. 

Use of <220> to <223> is MANDATORY if <213>ORGANISM is "Artinciar or "Unknown" ^-.-J ' 

Please explain source of genetic material in <220> to <223> section. 

(See "Federal Register." 6/01/98. Vol. 63", No. 104. pp. 29631-32) (Sec. i.823of new Rules) 



13 



Patentin ver. 2.0 "bug" 



Please do not use "Copy to Disk" function of Patenlln version 2.0. This causes a corrupted 
"rite'TeTdlling in missing mandatdry numeric identifiers and responses (as indicated on raw sequence listing). 
Instead, please use "File Manager'* or any other means to copy file to floppy disk. 



/ 
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Pase 1 of 8 



1646 



RAW SEQUENCE LISTING DATli] : 11/13/2000 

PATFJNT AP PLICATION : US/ 0 8/8 1 6 , 0 1 IB Tl ME : 13:15:25 



Does Not Comply 

input set : A:\seq5i.app Correctecl DiskettG Needed 



& 



OuLpuL Set: N:\CEF3\ill32000\H816011B.raw 

3 <110> APPLICANT: Pausch, Mark H / 

4 Price, Laura A f\ \) 

6 <120> TITLJil OF INVENTION: Potassium Channels, Nucleotide. Sequences Encoding Them, 

7 and Methods of Using Same 
9 <1 3 0> FT. LE K EFE RENCE : 01142.0122 

11 <140> CURRENT APPLICATION NUMBER: 08/816, OllB 

12 <141> CURRENT FILING DATE: 1^97-03-11 
14 <160> NUMBER OF SEQ ID NOS : 64 

1 (1 <1 7 0 > SO FTWA RE : P a t e rj 1 1 n Ve r . 2 . 1. 

18 <210> SEQ ID NO: 1 

19 <211> LENGTH: 2441 

20 <2:i2> TYPE: DNA 

21 <213> ORGANISM: Drosophila melanogaster 

2 3 <4 00> SEQUENCE: 1 

24 acgcgatcyc cgcgagl.gta Lattttt:ttt ttagctcagt: ct:tcagtgtt tcgcgattct 60 

25 ctttaaaaga aaaaaaaaat aataagtcaa aactacaaac cacacagcya aaggcgaaag 120 

26 caacggttcc tgcgagtgtt tatttttttt ttcaacaatt tttgatcgta gtgcgacaat 180 

2 7 ccgtcgagca tgtcgccgaa teg a tg gate ctgctgctca tcttctacat atcchacctg 24 0 

28 atgt:tcgggg cgycaat".cta ttaccatatt yagcacggcg aggagaagat atcgcgcgcc 300 

29 gaacagcgca aggcgcaaat tgcaatcaac gaatatctgc tggaggagct gggcgacaag 360 

30 aatacgacca cacaggatga gattcttcaa cygatctcgg attactytga caaaccyytt 4 20 

31 acattyccyc cgacatatya tgatacgccc tacacgtyga ccttctacca tgccttcttc 480 

3 2 ttcgccttca ccytttgctc cacggtygya tatyggaata tatcgccaac caccttcgcc 54 0 

33 ggacggatya tcatgat.cyc gtatitcggtg attggcatcc ccgtcaatgg tatcctcttf: 600 

34 gccygcctcg ycgaatactt tygacytacg tttgaagcga tctacayacg ctacaaaaag 660 

35 tacaagatyt ccacygatat ycaotatytc ccyccgcagc tgggattgat caccacggtg 720 

36 gtyattgccc tgattccgyg aatagctctc ttcctgytgc tgccctgcgt gggtgttcac 780 

3 7 ctacttcgag aactigygcct at:ctt:ccatc togctytact acagctatgt gaccaccaca 84 0 
30 acaattygat tcggtgacta tgtgcccaca tttggagcca accaycccaa yyayttcygc 900 

39 ygctggttcg tggtctatca gatctttytg atcgtgtygt tcatcttctc gctgggatat 960 

40 cttgtgatga tcaLgacatt tatcactcgy ygcctccaya gcaayaagct yycatacctg 1020 

41 gagcagcayt tgtcctocaa cctgaaggcc acacagaatc gcatctggtc tggcgtcacc 1080 

4 2 aaggaLgtgg gctacctccg ycyaatgctc aacyagctgt acatcctcaa agtyaagcct 114 0 
4 3 ytytacaccg atgtagataU cycctacaca ctgccacgtt ccaattcgtg tccgyatctg 1200 
4 4 aycatytacc gcytygaycc ggctcccatt cccayccgga agagggcatt ctccgtgtgc 1260 
45 gccgacatgg Ltyycyccca aayggagycg ggcatggtac acyccaaUtc cgatacggat :i320 
4 6 ctaaccaaac tygatcgcga gaagacattc gagacggcyy aygcgtacca ccagaccacc 1380 
47 gatttgctgg ccaagytgyt caacgcactg gccacggtga agccaccgcc ggcggaacag 1440 

4 8 gaagatgcgg ctctctatyy tggctatcat ygcttctccg actcccagat cctggccayc 1500 

49 gaatygtcgt tctcgacgyt: caacgagttc acatcaccgc gacgtccaag aycacyt:gcc 1560 

50 tgctccgatt tcaatctgga ggcacctcgc tggcagagcg agagyccact gcgttcgayc 1620 

51 cacaacgaat ggacatgyag cggcyacaac caycagatcc agyaygcaLt caaccagcyc 1680 

52 tacaagggac agcagcgtgc caacggagca gccaacbcga ccatygtcca tctygayccg 1740 

5 3 gatgctutyg agyaycaycL yayaaacaat caccygytgc cygtcgcgtc aagaagLtct: IBOO 
54 ccatgccyga tgytctgcya cytctytttc ccttccayaa yaagcacccc Lcycaygatc 1860 
5 5 tggagcycaa yttytccytg gtetcggtac ccgagggtgt catctcgcag gaagccagat 192 0 
56 ccccgctgga ctactacatc aacacggtca cyycggcctc cagtcaatcc tatttycgca 1980 
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RAW SEQUENCE LISTING DATli : .11/13/2000 

PATKNT APPLICATION: US/08/816 , 0 IIB TIMK: 13:15:25 

Input Set : A:\Seq51.app 

Ontput Set: N:\CRF3\1113200 0\HB16011B.raw 
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57 acggacgcgg t 


ccgccaccg cccttcgaat 


cgaatggcag 


cttggccayc ggcggcggcg 


58 ygctaacgao catgggcttc cagatggagg 


a Lggagcaac 


cccgccatcg gcattgggcg 


59 gtqgagccta tcaacgcaag gcggctgctg 


gcaagcgccg 


acgcgagagc atctacaccc 


6 0 agaatcaagc cccatccgct cgccggggca 


gcatgta tec 


gccgaccgcg cacgccttgg 


61 cccagatgca gatgcyacgc ggcagcttgg 


caaccagtgg 


c t c t g ga t c g g c ggc c a t g g 


62 cggcagtggc cgcgcgtcgt ggcagcctct 


tcccagc tac 


agcatcggca t 


catcgctga 


63 cotctgctcc gcgccgaagc agcatattct 


cgqttacctc 


cgaaaaggat atgaaLgtgc 


64 tggagcagac: gaccattgcg gatctgattc 


gtgcgctcga 


9 










67 <210> SEQ ID 


NO: 


2 
























6 8 <211> LENGTH 


: 618 
























6 9 <212> TYPE: 


PRT 


























7 0 <213> ORGANISM: 


D r o s op h 1 J. a ni e 1 a ii o g a s t e r 














72 <4 00> SEQUENCE: 


2 
























73 Met 


Ser 


Pro 


Asn 


Arg 


Trp 


He 


r^eu 


Leu 


Leu 


I le 


Phe 


Tyr 


He 


Ser 


Tyr 


74 1 








5 










10 










15 




76 Leu 


Met 


Phe 


Gly 


Ala 


Ala 


He 


Tyr 


Tyr 


His 


He 


Glu 


His 


Gly 


Glu 


Glu 


77 






20 










25 










30 






7 9 Lys 


lie 


Ser 


Arg 


Ala 


Glu 


Gin 


Arg 


Lys 


Ala 


Gin 


He 


Ala 


He 


Asn 


Glu 


80 




3 5 










4 0 










45 








8 2 Tyr 


Leu 


Leu 


GlQ 


Glu 


Leu 


Gly 


Asp 


Lys 


Asn 


Thr 


Thr 


Thr 


Gin 


Asp 


Glu 


83 


50 










5 5 










60 










8 5 He 


Leu 


Gin 


Arg 


He 


Ser 


Asp 


Tyr 


Cys 


Asp 


Lys 


Pro 


Val 


Thr 


Leu 


P.r-o 


86 65 










70 










75 










80 


88 Pro 


Thr 


Tyr 


Asp 


Asp 


Thr 


Pro 


Tyr 


Thr 


Trp 


Thr 


Phe 


Tyr 


His 


Ala 


Phe 


89 








85 










90 










95 




91 Phe 


Phe 


Ala 


Phe 


Thr 


Vai 


Cys 


Ser 


Thr 


Val 


Gly 


Tyr 


Gly 


Asn 


He 


Ser 


92 






100 










105 










110 






9 4 Pro 


Tlir 


Thr 


Phe 


Ala 


Gly 


Arg 


Met 


He 


Met 


He 


Ala 


Tyr 


Ser 


Val 


He 


95 




115 










120 










125 








97 Gly 


He 


Pro 


val 


Asn 


Gly 


He 


Leu 


Phe 


Ala 


Gly 


Leu 


Gly 


Glu 


Tyr 


Phe 


98 


130 










135 










140 










100 Gly 


Acq 


Thr 


Phe 


Glu 


Ala 


He 


Tyr 


Arg 


Arg 


Tyr 


Lys 


Lys 


Tyr 


Lys 


Met 


101 145 










150 










155 










160 


103 Ser 


Thr 


Asp 


Met 


His 


Tyr 


val 


Pro 


Pro 


Gin 


Le u 


Gly 


Leu 


He 


Thr 


Thr 


10 4 








165 










170 










175 




106 Val 


Val 


He 


Ala 


Lgu 


He 


Pro 


Gly 


He 


Ala 


Leu 


Phe 


Leu 


Va 1 


Leu 


Pro 


107 






180 










185 










19 0 






109 Cys 


Val 


Gly 


val 


His 


Leu 


Leu 


Arg 


Glu 


Leu 


Gly 


Leu 


Ser 


Ser 


He 


Ser 


110 




195 










200 










20 5 








112 Leu 


Tyr 


'pyr 


Ser 


Tyr 


Val 


Thr 


Thr 


Thr 


Thr 


He 


Gly 


Phe 


Gly 


Asp 


Tyr 


11 3 


210 










215 










220 










115 Val 


Pro 


Thr 


Pile 


Gly 


Ala 


Asn 


Gin 


Pro 


Lys 


Glu 


Phe 


Gly 


Gly 


Trp 


Phe 


116 225 










230 










235 










24 0 


110 Val 


Val 


Tyr 


Gin 


He 


Phe 


Val 


He 


Val 


Trp 


Phe 


He 


Phe 


Ser 


Leu 


Gly 


119 








245 










250 










255 




121 Tyr 


Leu 


Val 


Met 


He 


Met 


Thr 


Phe 


He 


Thr 


Arg 


Gly 


Leu 


Gin 


Ser 


Lys 


122 






260 










265 










270 






124 Lys 


Leu 


Ala 


Tyr 


Leu 


Glu 


Gin 


Gin 


Leu 


Ser 


Ser 


Asn 


Leu 


Lys 


Ala 


Thr 


125 




275 










280 










285 









2441 
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RAW SEQUENCE LISTING DATJil : 11/13/2000 

PATENT APPLICATION: US/08/816 , OllB TIME: 13:15:25 



Input; Set : A:\Seq51.app 

Output Set: N:\CRF3\I1132000\H81601lB.raw 



127 


Gin 


Asn 


Arg 


He 


Trp 


Ser 


Gly 


Val 


Thr 


Lys 


Asp 


Val 


Gly 


Tyr 


Leu 


Arg 


128 




290 










2 95 










300 










130 


Arq 


Met 


Leu 


Asn 


Glu 


Leu 


Tyr 


He 


Leu 


Lys 


Val 


Lys 


Pro 


Val 


Tyr 


Th r 


1.31 


30 5 










310 










315 










320 


133 


Asp 


Val 


Asp 


He 


Ala 


Tyr 


Thr 


Leu 


Pro 


Arg 


Ser 


Asn 


Ser 


Cys 


Pro 


Asp 


134 










3 25 










3 30 










335 




136 


Leu 


Ser; 


Met 


Tyr 


Arg 


val 


Glu 


Pro 


Ala 


Pro 


He 


Pro 


Ser 


Arg 


Lys 


Arg 


137 








340 










345 










350 






139 


Ala 


Phe 


Ser 


Val 


Cys 


Ala 


Asp 


Met 


Val 


Gly 


Ala 


Gin 


Arg 


Glu 


Ala 


Gly 


140 






355 










360 










365 








142 


Met 


Val 


His 


Ala 


Asn 


Ser 


Asp 


Thr 


Asp 


Leu 


Thr 


Lys 


Leu 


Asp 


Arg 


Glu 


14 3 




3 70 










375 










380 










145 


Lys 


Thr 


Phe 


Glu 


Thr 


Ala 


Glu 


Ala 


Tyr 


His 


Gin 


Thr 


Thr 


Asp 


Leu 


Leu 


14 6 


385 










39 0 










39 5 










4 00 


148 


Ala 


Lys 


Val 


val 


Asn 


Ala 


Leu 


Ala 


Thr 


Val 


Ly s 


Pro 


Pro 


Pro 


Ala 


Gin 


149 










4 05 










410 










415 




151 


Gin 


Glu 


Asp 


Ala 


Ala 


Leu 


Xyr 


Gly 


Gly 


Tyr 


His 


Gly 


Phe 


Ser 


Asp 


Ser 


152 








420 










425 










430 






154 


Gin 


lie 


Leu 


Ala 


Ser 


Glu 


Trp 


Ser 


Phe 


ser 


Thr 


Val 


Asn 


Glu 


Phe 


Thr 


155 






435 










44 0 










445 








157 


Ser 


Pro 


A rg 


Arg 


Pro 


Arg 


Ala 


Arg 


Ala 


Cys 


Ser 


Asp 


P)»e 


Asn 


Leu 


Glu 


158 




450 










455 










460 










160 


Ala 


Pro 


Arg 


Trp 


Gin 


Ser 


Glu 


Arg 


Pro 


Leu 


Arg 


Ser 


Ser 


His 


Asn 


Glu 


161 


465 










47 0 










475 










4 80 


163 


Trp 


Thr 


Trp 


Ser 


Gly 


Asp 


Asa 


Gin 


Gin 


He 


Gin 


Glu 


Ala 


Phe 


Asn 


Gin 


16 4 










485 










490 










495 




16 6 


Arg 


Tyr 


Lys 


Gly 


Gin 


Gin 


Arg 


A.la 


Asn 


Gly 


Ala 


Ala 


Asn 


Ser 


Thr 


Met 


16 7 








500 










505 










510 






169 


Va 1 


His 


Leu 


Glu 


Pro 


Asp 


Ala 


Leu 


Glu 


Glu 


Gin 


Leu 


Arg 


Asn 


Asn 


His 


170 






515 










520 










525 








172 


Arg 


Val 


Pro 


Val 


Ala 


Ser 


Arg 


Ser 


Ser 


Pro 


Cys 


Arg 


Met 


Val 


Cys 


Asp 


173 




530 










535 










54 0 










175 


Va 1 


Cys 


Phe 


Pro 


Ser 


Arg 


Arg 


Ser 


Thr 


Pro 


Arg 


Arg 


He 


Trp 


Ser 


Ala 


176 


545 










55 0 










555 










560 


1 7 8 


Ser 


Cys 


Pro 


Trp 


Ser 


Arg 


Tyr 


Pro 


Arg 


Va 1 


Ser 


Ser 


Arg 


Arg 


Lys 


Pro 


17 9 










565 










570 










57 5 




181 


Asp 


Pro 


Arg 


Trp 


Thr 


Thr 


Thr 


Ser 


Thr 


Arg 


Ser 


Arg 


Arg 


Pro 


Pro 


Val 


182 








58 0 










585 










590 






1 84 


Asn 


Pro 


Tie 


Cys 


Ala 


Thr 


Asp 


Ala 


Val 


Arg 


His 


Arg 


Pro 


Ser 


Asn 


Arg 


185 






595 










600 










605 








187 


Met 


Ala 


Ala 


Trp 


Pro 


Ala 


A.la 


Ala 


Ala 


Gly 














188 




610 










615 




















191 


<210> SEQ ID NO; 


: 3 
























192 


<211> LENGTH: 1011 
























193 


<212> TYPE: 


DNA 


























194 


<213> ORGANISM: 


Caenorhabditis elegans 














196 


<4 00> SEQUENCE: 


3 
























197 


nbgtocgatc agctgtttgt cgcabttgag aagtatttct 


tgacgagtaa cgaggtcaag 


198 


aagaaLgcag caacggagac atggacattt tcatcgtcca 


ttttctttgc cytaaccytc 
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RAW SEQUENCE LISTING 

PATENT APPLICATIOrJ: US/0 8/8 16 , 01 IB 



DAT 15: ;i 1/1 3/20 00 
TIME: 13:15:25 



Input: Set : A:\Seq5i.app 

Output Set: N:\CRF3\11132000\H81601lB.raw 



199 


9 tcactacca 


tcggatacgg 


taa tccagtt 


ccagtgacaa 


aca L tggacg 


gataLggtgt 


180 


2 00 


atci t Lgt Let 


cottgcttgg 


aa tacctcta 


acactggt La 


cca Lcgctga 


cttggcaggt 


240 


2 01 


aaa ttccta t 


ctgaacatct 


tgtttggtty 


tatggaaact 


atttgaaatt 


aaaa tatctc 


300 


202 


a ta ttgtcac 


gacatcgaaa 


agaacggaga 


gagcacy tt t 


gtgagcactg 


tcacagtcat 


360 


203 


99aQt(jg9t)C 


atgatatgaa 


tatcgaygag 


aaaagaa ttc 


ctgcattcct 


ggtattagct 


420 


204 


attctgatag 


tata tacagc 


gtttggcggt 


gtcctaatg t 


caaaattaga 


gccytggtct 


480 


205 


ttctLcactt 


cattctactg 


gtccttcatt 


acaa tgacta 


ctgtcgggtt 


tygcgacLtg 


540 


206 


a tgcccagij a 


gggacggata 


catgtatatc 


a Lattgetct 


atatcatttt 


aygtaaattt 


600 


207 


tcaatyaaaa 


aaaaacaaaa 


a ttcaaaata 


tttttaygtc 


ttgcaa taac 


tacaatgtgc 


660 


208 


attgatttgg 


taggagtaca 


gtatattcga 


aagattcatt 


atttcggaag 


aaaaattcaa 


720 


209 


gacgctaga t 


ctgcattggc 


ggttgtagga 


ggaaagy tag 


tccttgtatc 


agaactc tac 


780 


21 0 


gcaaatttaa 


tgcaaaagcg 


agctcgtaac 


a Lgtcccgag 


aagcttttat 


agtggagaa t 


840 


2 ."1 1 


ctctatgttt 


ccaaacacat 


cataccattc 


ataccaactg 


atatccgatg 


tattcgatat 


900 


212 


attgatcaaa 


ctgccgatgc 


tgctaccatt 


tccacgtcat 


eg tctgcaat 


tgatatgcaa 


960 


213 


agttgtacja t 


tttgtcattc 


aagatattct 


cLcaatcgtg 


cattcaaata 


g 




1011 


216 


<2.10> SKQ ID NO 


; 4 




























217 


<211> LENGTH: 336 




























218 


<212> TYPE: 


PRT 






























219 


<213> ORGANISM: 


Drosophila me.l anogaster 
















221 


<4 00> SEQUENCE: 


4 




























222 


Met 


Ser 


Asp 


Gin 


Leu 


Pile 


Val 


Ala 


Phe 


Glu 


Lys 


Tyr 


Pile 


Leu 


Tiir 


Ser 




223 


1 








5 












10 










15 






225 


Asn 


Glu 


VcJl 


Lys 


Lys 


Asn 


Ala 


Ala 


Thr 


Glu 


Thr 


Trp 


Thr 


Phe 


Ser 


ser 




226 








20 












25 










30 








228 


Ser 


He 


Phe 


Phe 


Ala 


Val 


Thr 


Val 


Val 


Thr 


Thr 


He 


Gly 


Tyr 


Gly 


Asn 




229 






35 












40 










45 










231 


Pro 


Val 


Pro 


Val 


Thr 


Asn 


He 


Gly 


Arg 


He 


Trp 


cys 


He 


Leu 


Phe 


Ser 




232 




50 












55 










60 












234 


Leu 


Leiu 


Gly 


I le 


Pro 


Leu 


Thr 


Leu 


Val 


Thr 


He 


Ala 


Asp 


Leu 


Ala 


Gly 




2 35 


65 










70 










75 










80 




237 


Lys 


Phe 


Leu 


Ser 


Glu 


His 


Leu 


Val 


Trp 


Leu 


Tyr 


Gly 


Asn 


Tyr 


Leu 


Lys 




238 










85 












90 










95 






2 40 


Leu 


Lys 


Tyr 


Leu 


He 


Leu 


Ser 


Arg 


His 


Arg 


Lys 


Glu 


Arg 


Arg 


Glu 


His 




241 








100 












105 










110 








243 


val 


Cys 


Glu 


His 


cys 


His 


Ser 


His 


Gly 


Met 


Gly 


His 


Asp 


Met 


Asn 


He 




244 






115 












120 










:12 5 










246 


Glu 


Glu 


Lys 


Arg 


He 


Pro 


Ala 


Pile 


Leu 


Va 1 


Leu 


Ala 


He 


Leu 


He 


Val 




247 




130 












135 










14 0 












249 


Tyr 


Thr 


Ala 


Phe 


Gly 


Gly 


Val 


Leu 


Met 


Ser 


Lys 


Leu 


Glu 


Pro 


Trp 


Ser 




250 


145 










150 










155 










16 0 




2 52 


Phe 


Phe 


Thr 


Ser 


Phe 


Tyr 


Trp 


Ser 


Phe 


He 


Thr 


Met 


Thr 


Thr 


val 


Gly 




2 53 










15 5 












170 










175 






2 55 


Phe 


Gly 


Asp 


Le u 


Met 


Pro 


Arg 


Arg 


Asp 


Gly 


Tyr 


Met 


Tyr 


He 


He 


Leu 




256 








180 












18 5 










190 








258 


Leu 


Tyr 


He 


He 


Leu 


Gly 


Lys 


Phe 


Ser 


J'let 


Lys 


Lys 


Lys 


G .l n 


Lys 


Phe 




259 






19 5 












200 










205 










2 61 


Lys 


He 


Phe 


Leu 


Gly 


Leu 


Ala 


He 


Thr 


Tlir 


Met 


Cys 


He 


Asp 


Leu 


Val 




262 




210 












215 










220 












264 


Gly 


Val 


Gin 


Tyr 


He 


Arg 


Lys 


He 


His 


Tyr 


Phe 


Gly 


Arg 


Lys 


He 


Gin 
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RAW SEQUENCE LISTING DATE: ."ll./:! 3/2000 

PATENT APPLICATION: US/0 8/8 16 , OllB TiMK: 13:15:25 



Input Set : A:\Seq51.app 

Output Set: N:\CRF3\11132000\H816011B.raw 



265 


225 










230 










235 










240 


267 


Asp 


Ala 


Arg 


Ser 


Ala 


LGU 


Ala 


Val 


Vol 


Gly 


Gly 


Lys 


Val 


Val 


Leu 


Va 1 


268 










24 5 










250 










255 




270 


Ser 


Glu 


Leu 


Tyr 


Ala 


Asri 


Leu 


Met 


G.ln 


Lys 


Arg 


Ala 


Arg 


Asn 


Met 


Ser 


271 








260 










265 










270 






273 


Arg 


Glu 


Ala 


Phe 


IlG 


Val 


Clu 


Asn 


Leu 


Tyr 


Val 


Ser 


Lys 


H is 


He 


He 


274 






275 










280 










285 








276 


Pro 


Pile 


Tie 


Pro 


Thr 


Asp 


lie 


Ary 


Cys 


Tie 


Arg 


Tyr 


lie 


Asp 


Gin 


Thr 


277 




290 










295 










300 










279 


Ala 


Asp 


Ala 


Ala 


Thr 


lie 


Ser 


Thr 


Ser 


Ser 


Ser 


Ala 


He 


Asp 


Met 


Gin 


280 


305 










310 










315 










320 


282 


Ser 


Cys 


A r;g 


Phe 


Cys 


His 


Ser 


Arg 


Ty r 


Ser 


Leu 


Asn 


Arg 


Ala 


Phe 


Lys 


283 










32 5 










330 










33 5 





2 89 <210> SEO ID HO: 5 
290 <211> LENGTH: 51 

2 91 <212> TYPE: DNA 

292 <213> ORGANISM: Caenorhabditis elegans 

294 <400> SEQUENCE: 5 

295 tccattttct ttgccgtaac cgtcgtcact accatcggat acggtaatcc a 51 

298 <210> SEQ ID NO: 6 

299 <2;il> LENGTH: 51 

300 <212> TYPE: DNA 

30:l <213> ORGANISM: Caenorhabditis elegans 

303 <400> SEQUENCE: 6 

304 tcattctact ggtccttcat tacaatgact actgtcgggt ttggcgactt g 51 

307 <210> SEQ ID NO: 7 

308 <211> LENGTH: 24 

309 <212> TYPE: PRT 

310 <213> ORGANISM: Drosophila me lanog aster 

312 <400> SEUUENCE: 7 

313 Ala Phe Leu Phe Ser He Glu Thr Gin Thr Thr He Gly Tyr Gly Phe 

314 1 5 :10 15 

316 Arg Cys Val Tlir Asp Glu Cys Pro 

317 20 

320 <210> SEQ ID NO: 8 

321 <2H> LENGTH: 24 

322 <212> TYPE: PRT 

32 3 <213> ORGANISM: Drosophila melanogas ter 
325 <400> SEQUENCE: 8 

326- Ala Phe Leu Phe Ser Leu Glu Thr Gin Val Thr He Gly Tyr Gly Phe 
327 1 5 10 15 

329 Arg Cys Val Thr Glu Gin Cys Ala 

330 20 
333 <210> SEQ ID NO: 9 

3 34 <211> LENGTH: 24 
3 35 <212> TYPE: PRT 

336 <213> ORGANISM: Drosophila me la nog as ter 
3 38 <4 00> SEQUENCE: 9 

3 39 Ala Phe Leu Phe Phe He Glu Thr Glu Ala Thr He Gly Tyr Gly Tyr 
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0 0 o9/m,o//g ^ 



<210> 38 
<211> 337 
<212> PRT 

<213> Caenorhabditis elegans 



y^JljL /2^-^ 



<400> 38 

Met Ser Asp Gin Leu Phe Val Ala Phe Glu 'Lys Tyr Phe Leu Thr Ser 
15 10 15 

Asn Glu Val Lys Lys Asn Ala Ala Thr Glu Thr Trp Thr Phe Ser Ser 

20 25 * 30 

Ser He Phe Phe Ala Val Thr Val Val Thr Thr He Gly Tyr Gly Asn 
35 40 45 

Pro Val Pro Val Thr Asn He Gly Arg He Trp Cys He Leu Phe Ser 
50 55 60 

Leu Leu Gly He Pro Leu Thr Leu Val Thr He Ala Cys Leu Ala Gly 
65 70 75 80 

Lys Phe Leu Ser Glu His Leu Val Trp Leu Tyr Gly Asn Tyr Leu Lys 
85 90 95 

Leu Lys Tyr Leu He Leu Ser Arg His Arg Jjys Glu Arg Arg Glu His 
100 105 110 

Val Cys Glu His Cys His Ser His Gly Met Gly His Asp Met Asn He 
115 120 125 

Glu Glu Lys Arg He Pro Ala Phe Leu Val Leu Ala He Leu He Val 
130 135 140 

Tyr Thr Ala Phe Gly Gly Val Leu Met Ser Lys Leu Glu Pro Trp Ser 
145 150 ^ 155 160 

Phe Phe Thr Ser Phe Tyr Trp Ser Phe He Thr Met Thr Thr Val Gly 
165 170 175 

Phe Gly Asp Leu Met Pro Arg Arg Asp Gly Tyr Met Tyr He He Leu 
180 185 190 

Leu Tyr He He Leu Gly Lys Phe Ser Met Lys Lys Lys Gin Lys Phe 
195 200 205 

Lys He Phe Leu Gly Leu Ala He Thr Thr Met Cys He Asp Leu Val 
210 215 220 

Gly Val Gin Tyr He Arg Lys He His Tyr Phe Gly Arg Lys He Gin 
225 230 235 240 

Asp Ala Arg Ser Ala Leu Ala Val Val Gly Gly Lys Val Val Leu Val 
245 250 255 



Ser Glu Leu Tyr Ala Asn Leu Met Gin Lys Arg Ala Arg Asn Met Ser 
260 265 270 













0 














0 




Arg 


Glu 


Ala 
275 


Phe 


He 


Val Glu 


Asn 
280 


Leu Tyr Val 


Ser 


Lvs 
285 


His He 


He 


Pro 


Phe 
290 


He 


Pro 


Thr Asp He 
295 


Ara 


Cys 


He 


Arg 


Tyr 
300 


He 


Asp Gin 


Thr 


Ala 
305 


Asp 


Ala 


Ala 


Thr 


He Ser 
310 


Thr 


Ser 


Ser 


Ser 
315 


Ala 


He 


Asp Met 


Gin 

320 


Ser 


Cys 


Arg 


Phe 


Cys 
325 


His Ser 


Arg 


Tyr 


Ser 
330 


Leu 


Asn 


Arg 


Ala Phe 
335 


Lys 



<}f/f/i>, o//g 




Please Note: ^. ■ ..^ 

Use of n and/or Xaa have been detected in the Sequence Listing. Please review the 
Sequence Listing to ensure that a corresponding explanation is presented in the <220> 
<223> fields of each sequence which presents at least one n or Xaa. 



VERIFICATI*ON SUMMARY 

PATFJNT APPLICA'JM'0^f : US/08/8i6 , OllB 



DATlil: 11/13/2000 
TIME: 13:15:26 



Inpu t: Set ; 
Output Set; 



A: \Seq5 1 . app 

N:\CRF3\11132 00 0\H816011B.raw 



I. 


829 


M : 


2 58 W 




L 


829 


M : 


2 58 W 




J. 


829 


M : 


2 58 W 




L 


829 


M: 


258 W 




h 


82 9 


M; 


34 0 \^ 




L 


8-13 


M: 


2 58 W 




L 


84 3 


M: 


2 58 W 




L 


843 


M : 


34 0 W 




L 


989 


M: 


258 W 




L 


989 


H : 


2 58 W 




L 


989 


M: 


258 W 




L 


989 


M: 


2 58 W 




1, 


989 


M: 


34 0 W 




L 


1023 


M 


:25B W 


L 


1023 


M 


:25B W 


L 


1023 


H 


:258 W 


L 


1023 


M 


:258 W 


M 


340 


Repeated 


L 


10 24 


M 


:258 W 


L 


1024 


M 


:2 58 W 


L 


1024 


M 


: 258 W 


L 


10 24 


M 


:258 W 


T. 


1073 


M 


:25B W 


L 


1073 


M 


:258 W: 


L 


10 73 


M 


;258 W. 


r. 


10 7 3 


M 


:2 58 W: 


h 


10 73 


J-1 


:34 0 W: 


L 


1114 


M 


:258 W: 


L 


1114 


M 


:2 50 W: 


L 


1114 


M 


:2 58 W: 


L 


.1 114 


M 


:258 W: 


L 


1114 


M 


:340 W: 


L 


1119 


M 


:2 58 W: 


L 


1119 


M 


:258 W: 


I. 


1119 


M 


:258 W: 


1. 


1119 


M 


:25B W; 


M 


34 0 


Repeated 


L 


1125 


t-J 


:2 5B W: 


L 


1 125 


M 


:258 W: 


L 


112 5 


M 


:25B W: 


L 


1125 


M 


:258 W: 


L 


1151 


M 


:258 W: 


L: 


1151 


M 


:258 W: 


L: 


:ii5i 


M 


:258 W: 


L: 


1151 


M 


:258 W: 


L: 


1151 


M 


:34 0 W: 


L: 


1261 




:258 W: 


L: 


12 Gl 


M 


:25 8 W: 



Mandatory Feature missing, <220> not found for SEQ ID*t : 38 
Mandatory Feature missing, <221> not found for SEQ ID*^:38 
Manda tory Feature missing, <222> not found for SFJO IDif : 38 
Mandatory Feature missing, <223> not found for SEO IDS: 38 
(4G) "n" or "Xaa" used: Feature required, for SEQ 1D#:38 
Mandatory Feature missing, <221> not found for SEQ lUfi:39 
Mandatory Feature missing, <222> not found for SEQ lDif:39 
(46) "n" or "Xaa" used: Feature required, for SEQ 1D#:39 
Mandatory Feature missing, <220> not found for SEQ li;*f;46 
Mandatory Feature missing, <221> not found for SEQ lDfi:46 
Mandatory Feature missing, <222> not found for SEQ IDii:4G 
Mandatory Feature missing, <223> not found for SEQ 10#:46 
(46) "n" or "Xaa" used: Feature required, for SEQ i:d#:46 



Mandatory Feature missing. 

Mandatory Feature missing, 

Mandatory Feature missing, 
in SeqNo=4 6 

Mandatory Feature massing. 

Mandatory Feature missing, 

Mandatory Feature missing. 

Mandatory Feature m;issing. 

Mandatory Feature missing, 

Mandatory Feature missing, 

Mandatory Feature missing, 

Mandatory Feature missing, 



<220> 


not 


found 


for 


SEQ 




4 6 


<221> 


not 


found 


for 


SEQ 


1D# 


4 6 


<222> 


not 


found 


for 


SEQ 


IDf! 


46 


<223> 


not 


found 


for 


SEQ 


ID# 


45 



<220> not found for SEQ ID#:46 

<221> not found for SEQ 1D#:46 

<222> not found for SEQ 1D#:46 

<223> not found for SEQ 1D#:46 

<220> not found for SEQ ID#:51 

<221> not found Cor SEQ ID?: 51 

<222> not found for SEQ ID#:51' 

<223> not found for SEQ lDff:51 

(46) "n" or "Xaa" used: Feature required, for SEQ lD*f:51 

Mandatory Feature missing, <220> not found for SEQ ID?: 53 

Mandatory Feature missing, <22.1> not found for SEQ 1D#:53 

Mandatory Feature missing, <222> not found for SEQ IDfr:53 

Mandatory Feature missing, <223> not found for SEQ lDf^:53 

(46) "n" or "Xaa" used: Feature required, for SEQ TDff:53 
Mandatory Feature missing, 
Mandatory Feature missing. 
Mandatory Feature missing, 
Mandatory Feature missing, 
in SeqNo==53 
Mandatory Feature missing. 
Mandatory Feature missing. 
Mandatory Feature missing. 

Mandatory Feature missing, <223> not found for SEQ ID if 

Mandatory Feature missing, <220> not found for SEQ ID# 



<222> 



<2 20> 
<221> 
<222> 



for 


SEQ 


ID# 


53 


f or 


SEQ 


ID if 


53 


for 


SEQ 


1D# 


53 


for 


SEQ 


IDff 


53 



not found for SEQ,ID#:53 
not found for SEQ ID?; 53 
f ou a<i f o.r S EQ 1 D ir^ : 5 3 
5 3 
54 



not 



<221> not found for SEQ 1D#:54 
<222> not found for SEQ lDiF:54 
<223> not found for SEQ IDs : 54 
(46) "n" or "Xaa" used; Feature required, for SEQ IDtf : 54 
Mandatory Feature missing, <220> not found for SEQ 1D#:56 
Mandatory Feature missi.ng, <221> not found for SEQ ID#;56 



Mandatory Feature missing. 
Mandatory Feature missing, 
Mandatory Feature missing, 
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VERIFICATI.ON SUMMARY 

PATENT APPLICATION: US/0 8/816 , 0 IIB 



DA'ni: .11/13/2000 
TIME: 13 : 15 : 26 



input: Set : 
Output Set: 



A:\Seq51 . app 

N:\CRF3\11132000\H816011B.raw 



L:1261 
L:1261 
L:1251 
L: 1282 
L:1282 
L:1282 
L: 1282 
M: 34 0 
L: 1324 
L:1345 
L:1378 
L: 14 03 
L: 1403 
L: 14 03 
L:14 03 
L: 1403 
L: IGOO 



258 V^/ 
258 W 
34 0 W 
258 V^f 
258 W 
258 W 
258 W 



Repeated 
341 W 
341 W 
341 W 
258 W 
258 W 
M:25B W 
M:258 W 
M: 34 0 VJ 
M: 341 W 



Mandatory l-'eatiure 
Mandatory Feature 
(46) "n" or "Xaa" 
Mandatory Feature 
Mandatory P'eature 
Mandatory Feature 
H fj nd a tor y Fe a tu re 
i.n SeqNo = 56 
(46) "n" or "Xaa" 
(46) "n" or "Xaa" 
(46) "n" or "Xaa" 
Mandatory Feature 
Mandatory Feature 
Mandatory Feature 
Mandatory Feature 
(46) "n" or "Xaa" 
(46) "n" or "Xaa" 





56 




56 




56 


IDS 


55 



missing, <222> not found tor SEO IDS : 56 

missing, <223> not found for SEO TD« : 56 
used: Feature required, for SEO lDir:56 

missing, <220> not found for SEQ 

missing, <221> not found for SEQ 

missing, <222> noL found for SEQ 

missing, <223> not found for SEQ 

used, for SEQ IDS : 57 
used, for SEO IDs : 5 8 
used, for SEQ ID# : 60 

missing, <220> not found for SEQ TDf*:61 

missing, <221> not found for SEQ 1D#: 61 

missing, <222> not found for SEQ IDS: 61 

missing, <223> not found for SEQ IDif:61 
used: Feature required, for SEQ 1D«:61 
used, for SEQ ID#:64 
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